Material and method
In the years 2012-2014 on Banu-Maracine DRS were tested an assortment consists of 25 isogenic lines of common wheat (Triticum aestivum ssp. vulgare), with the combination of Rht1&rht8 genes, the analyzed characters being the high of the strain (cm), the number of seeds/spike, the seeds weight/spike (g), the no. of spikes/m 2 , the weight of a thousand seeds (WTS) (g) and the no. of emerged plants/m 2 . The links between characters were analyzed be using the correlations. Regarding the interpretation of the correlation coefficient value, it was considered that when this is positive, the relationship between variables X and Y is "positive", namely an increase of X value character determines the overall growth of character Y. When correlation coefficient value relationship between the two variables is "negative", an increase of X character generally has as a consequence a decrease of Y character. The interpretation of the correlation coefficient was applied according Colton (1974.). In our experiment there were consider that correlation which have a correlation coefficient value higher than +0.7
RESULTS AND DISCUSSIONS
Regarding the analyzed yield elements in Table 1 there is presented the variation of main parameters calculated. Thus, concerning the high of the strain, it had a value of 76.54 cm with a standard deviation of 6.71 cm, the variation range between 65.7 and 90.7 cm respectively, and an amplitude of variation of 25 cm.
Regarding the average no. of seeds/spike, it had a value of 22.7 seeds/spike with a standard deviation of 4.08 seeds/spike, limits of variation between 17.5 and 34.4 seeds/spike and an amplitude variation of 16.9 seeds/spike (Table 1) .
Regarding the seeds weight/spike, the average was 0.98 g seeds/spike, with a standard deviation of 0.18 g seeds/spike, limits of variation between 0.70 and 1.57 seeds/spike and an amplitude variation of 0.87 g seeds/spike.
Regarding In the present study, regarding the study on correlations between the studied characters, these are shown in Table 2 . Thus, we identified strong links between:
• The no. of seeds/spike and seeds weight/spike, the correlation coefficient being of 0.838.
• The no. of seeds/spike and the high of the strain, the correlation coefficient being equal with 0.806.
• The seeds weight/spike and the high of the strain, the correlation coefficient being equal with 0.762.
• The emerged plants/m 2 and no. of spikes/m 2 , the correlation coefficient being of 0.762. Subsequently, the studied genotypes were grouped according to the high of the strain average in two categories namely:
• Genotypes with the high of the strain value lower than the average, the number of those ones being of 14 lines
• Genotypes with the high of the strain value higher than the average, the number of those ones being of 11 lines For these two groups were also calculated correlation coefficients using the method applied to the whole group (Table 3) .
Thus, in the case of the genotype having a size below the average, there were three links, namely: the no. of seeds/spike and the high of the strain, the correlation coefficient being 0.737; the high of the strain and seeds weight/spike, the correlation coefficient being 0.764; the no. of emerged plants/m 2 and the no. of spikes/m 2 , the correlation coefficient being 0.776. In the case of the genotype having the high of the strain higher than the average, there were four strong links, namely (table 4):
• the no. of seeds/spike and the high of the strain, the correlation coefficient being 0.834.
• the high of the strain and the seeds weight/spike, the correlation coefficient being 0.780.
• the no. of emerged plants/m 2 and the no. of spikes/m 2 , the correlation coefficient being 0.837.
• the no. of seeds/spike and the seeds weight/spike, the correlation coefficient being 0.780. Based on comparative analysis of the calculated correlation coefficients for both the whole experience and for genotypes ranked according with the high of the strain average, it can be assumed that in the case of genotypes higher than the high of the strain average, the coefficient correlation increases, while for genotypes with the high of the strain below average, the correlation coefficient decreases (Chart 1).
Chart 1-The variation of the correlation coefficients depending on the classification of the analyzed genotypes
Thus, regarding the correlation between the high of the strain and the no. of seeds/ spike, on the entire experiment we calculated a correlation coefficient of 0.829, while on the genotypes above average the coefficient was by 0.824, and on genotypes under average it was calculated a coefficient equal to 0.737. In other words, we can say that, regardless of size, it can be said that there is a strong link between these two characters.
Regarding the analysis of the correlation between the no. of seeds/spike and seeds weight/spike, on the entire experiment it was calculated a correlation coefficient of 0.838, while on genotypes above average it was calculated a coefficient of 0.79, and for genotypes below the average it was calculated a coefficient equal to 0.764. In other words, we can say that, regardless of size, it can be said that there is a strong link between these two characters.
Regarding the analysis of the correlation between the high of the strain and the seeds weight/spike, on the entire experiment it was calculated a correlation coefficient of 0.756, while on genotypes above the average the coefficient was by 0.834, and on genotypes with a value below the average it was calculated a coefficient equal to 0.348. In the analysis of the link between these characters, we can say that for this type of isogenic lines the seeds weight/spike increases with increasing the high of the strain and decreases with decreasing it.
Regarding the analysis of the correlation between the no. of the emerged plants/m 2 and the no. of spikes/m 2 on the whole experiment it was calculated a correlation coefficient of 0.762, while on genotypes above the average the coefficient was 0.837 and on the genotypes under the average value it was calculated a coefficient of 0.776. In other words, we can say that, regardless of size of the strain, it can be said that there is a strong link between these two characters.
In the present study it was carried out and principal components analysis (PCA). Thus the first two factors, namely no. of seeds/spike and seeds weight/spike influenced the variance to an extent of 83.38% (Table 5) .
In this analysis, based on two components that scored the highest, there were identified the following groups (Chart 2):
-Group I with six genotypes, in which both components have positive scores -Group II with four genotypes, the first component has positive values and the second component is negative -Group III genotypes having five, where in both components have negative scores -Group IV genotypes having ten, where the first component is negative and the second component is positive. 
